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Akhverdian, Valery Zavenovich; Savrasova, Ekaterina Alekseevna; 
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OM nucleic - nucleic search, using sw model 

January 



Run on : 



3, 2005, 09:15:06 ; Search time 488 Seconds 

(without alignments ) 
8067.758 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-1 
750 

1 gatccataaccccaaaccta 



ttagtaacttgctacttaag 750 



Scoring table: IDENTITYJSfUC 

Gapop 10.0 , Gapext 1.0 



Searched: 4134886 seqs, 2624710521 residues 

Total number of hits satisfying chosen parameters 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



8269772 



Post-processing : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 



Database : 



N_Geneseq_23Sep04 : * 

1 : geneseqnl980s : * 

2 : gene seqn 1990s : * 

3 : geneseqn2000s : * 

4 : geneseqn2001as : * 

5 : geneseqn2001bs : * 

6 : geneseqn2002as : * 

7 : geneseqn2002bs : * 

8 : geneseqn2003as : * 

9: geneseqn2003bs : * 

10: geneseqn2003cs : * 

11 : geneseqn2003ds : * 

12 : geneseqn2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 
No. 



Score 



% 

Query 

Match Length DB 



ID 



Description 



1 


750 


100. 


0 


750 


2 


588 


78. 


4 


588 


3 


295.8 


39. 


4 


1668 


4 


265.8 


35. 


4 


618 


5 


156 


20. 


8 


372 



12 ADK66005 

3 AAA52690 

5 AAS81979 

11 ACH99695 

11 ACH99702 



Adk66005 E coli yf ■ 
Aaa52690 Escherich f* 
Aas8197 9 DNA encod 
Ach99695 Klebsiell 
Ach99702 Klebsiell 





6 


X \J \J 


1 1 

X _> 


. j 


1 00 
x u u 


Q 
O 


z\pn7 97 9 6 




Ar^H7Q796 IT r>r\l -5 V 
nCU / / £. D Ej . Cull i\ 




7 
* 


1 00 

X \J \J 


1 1 

X J 


* ^ 


1 00 


Q 
O 


APn7 97 9 S 




Hca / ^ / ^ j Ej . con j\ 




Q 
o 


1 00 
x yj \j 


1 1 

X J 




T 00 
X u u 


Q 
O 


arm Q7 9 7 




nCa / y 1 c. 1 Ej . COll t\ 




q 


SO 4 




7 


S71 




ARK7 11 4 1 

nDI\ / -J X 4 O 




AHV71141 Rapi line 




1 0 


42 6 


s 


7 


2 19 S 




a 99 99 6 




7\-jc5Q9Q96 HM Zi dY\r*r\r\ 

t\ci o y £y zd ULNrt. encou 


r* 


1 1 


4 2 6 


t; 

j 


7 


1090 
O VJ <c u 


i; 


7\7\CO O Q1 7 




flacPQQI 7 nMfl ann/>^ 

Hasoo?! / uLNrt encoo 




1 2 


4 2 

4 ^ 




a 




9 


anaii osr 

nUnj 1 U J O 




QHa^1 HRR DMA onr'/^H 

/iUa oiu jo utNrt. encoa 




X J 


19 ft 


J 




616 


1 0 

X \J 


Anr099 si 




AH-f099S1 Rarfori al 




14 


39 6 




1 
• — > 


7 SO 


1 1 

J L 


ARH1 0S4 2 




AVnH 1 0S4 9 PconH r\m r\ r> 




1 s 

X .J 


39 

J z? 


j 


r> 


2476ft2 


1 9 

X 


ADT OP 1 09 




nuiuoiu? nuiuan yen 




1 6 

X \J 


1ft 9 

JO • ^ 


j 


i 

• .X 


616 


1 1 

X X 


APH9747 6 




Ar<hQ7476 K"l qKot qI 1 
/■\Cnz7/4 (0 rvieDSieil 




17 

X / 


17 2 


c; 
j 


o 


609 


1 0 
x w 


APP7 000 9 




nCI / UUU? rnOUOrilaD 


c 


1 8 

X o 


17 2 


c; 


o 

• yj 


1 1 0000 

X X VJ u VJ u 


1 0 
X u 


7\rj?6SlP S 


1 

X 


L-onuinuation ^z ox 


c 


X .7 


17 2 


t; 
j 


0 


i 1 0000 

X X \J \J \J \J 


1 0 
X u 


APF67 167~ 


10 
J u 


^ori u inua l. ion ^ ji o 




20 


16 4 

J VJ • 4 


4 


9 


9000 


Q 

o 


ADA7 1 Q1P 
L/rt / x y 0 0 




/\cia / ±yoo Kice gene 


r> 


2 1 

£. X 


IS 6 

J -J . u 


4 

4 


7 


4 99 


1 0 
X u 


APnQ^R 60 




HCUiJDOOU nUIR3n COl 




22 


IS 6 


4 

4 


7 


61 9 


1 0 

x KJ 


APP7 1 S07 




A/-»-f71 RH7 DKrsf prKah 
riCX / X jU / rflOLOrnaD 




2 1 


IS 6 
j j . u 


4 

4 


7 


1 1 0000 


1 0 


APF67 167 


4 6 

4 D 


^ontinuaLion ^4 / o 


c 


24 


3S 6 


4 
4 


7 


1 1 0000 


1 0 

X \J 


APF6Slftft 


01 
W X 


1 LUIiLlUUdLlUIl ^ Z. vJX 




2 S 


IS 2 


4 

4 


7 


4 7 4 

4/4 


1 9 

X z. 


ADT 4 S 1 R P 

r\U X 4 >J X O O 




AHi4S1RR Ri po •; C nn 




26 


3S 2 


4 


7 


1 102 

1 JUL 


4 

4 


ART.91 09S 




AH19109S nroQnnhi 1 
nJJlt lu3 J UX \Jo<JLyIlX X 


/— 


27 


IS 2 


4 


7 


7 94 67 


9 


AHA0 97 1 7 




AHa0971 7 M/^\n q o Mf a 
/iUciUZ / X / rJOUbc IN la. 




2ft 


IS 9 


4 


7 


7 94 67 

, / y 4 \j i 


1 0 

X \J 


ADR7 94 S S 




rivJJj / lI Jj IXlOUSe LNla 


c 


29 


IS 2 


4 


7 


794 67 


1 0 

X \J 


AHP9S96S 

rlL/Hi 3 J3UJ 




rtUc? J7UJ l v JOUbe IN Id. 


r> 


10 

j u 


1 S 
j j 


4 
4 


7 


1 877 


A 
4 


ART 14 601 
riOJjX 4 OKJ x 




HD114DU1 uxosopnii 


\~> 


11 

O X 


1 S 

J J 


4 

4 


7 


4 S19 

4 D 3 c. 


4 


ART 1 4 600 
H.£jxj x 4 DU U 




HD114DUU uxosopnii 




19 


14 6 
O ft • o 


4 


* D 


91 4 




AnTTRT ^69 




fl^f nrprfQn-i f a 

hqij / jdz urogeniLd 




11 
J j 


Id 6 

J 4 . O 


4 


a 
. o 


IP 9 1 


c; 

o 


AHT 69 64"^ 




7\r11 ") Unman A tt3 

Huiozofi j nuiuan ova 




14 

J 4 


14 6 


4 

4 


. D 


IP 9 S 


D 


AR\79 S 614 
riD V Z j D O 4 




hdvz odj4 nuiudn pro 




1 S 

J J 


14 4 
j 4 . 4 


4 


. D 




A 
4 


ART 91699 




-hjjxzxo^^ urosopnii 




16 


14 9 


4 

4 




S99 


D 


ART1 1 019 
r\n> 1 X X U O -7 




Ab»-h110lQ Unman Kro 

nJjLiiu nuiiiciri Jjxve 




17 
j / 


14 2 


4 

4 


a 


64 S 

V 4 «J 


1 1 
X X 


APH96R 97 




Anh96R97 ph«;i p1 1 




IP 
j o 


14 9 

J 4 « Z 


4 


a 

• D 


17 07 

X / U / 


C. 
D 


1J J"D 




naSl J j3D UINH. CilCOQ 


c 


jy 


J4 . Z 


4 


/- 
. D 


o n n a 


o 
o 


ADA / 1 y 0 0 




Aaa/19oo Rice gene 


c 


40 


34.2 


4 


.6 


2000 


12 


ADJ41214 




Adj 41214 Plant cDN 




41 


33.4 


4 


.5 


202 


3 


AAC25780 




Aac25780 Human sec 


c 


42 


33.4 


4 


.5 


1055 


3 


AAA07254 




Aaa07254 Asparagin 


c 


43 


33.4 


4 


.5 


3077 


3 


AAA07255 




Aaa07255 Asparagin 


c 


44 


33.4 


4 


.5 


9951 


6 


ABK39929 




Abk39929 Human che 




45 


33.4 


4 


.5 


29000 


10 


ADA664 58 




Ada664 58 Human Tra 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd 



OM nucleic - nucleic search, using sw model 

January 



Run on: 



3, 2005, 11:25:37 ; Search time 100 Seconds 

(without alignments) 
5330.917 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-1 
750 

1 gatccataaccccaaaccta 



ttagtaacttgctacttaag 750 



Scoring table: I DENT I T Y_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 824507 seqs, 355394441 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Database : 



1649014 



Issued_Patents_NA: * 

1 : /cgn2_6/ptodata/l/ina/5A_COMB. seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB.seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB.seq: * 

5: /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6: /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis' of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



No. 


Score 


Match 


Length 


DB 


ID 








Description 


1 


265.8 


35. 


4 


618 


4 


US- 


09- 


489- 


039A-5490 * 


Sequence 


5490, Ap 


2 


156 


20. 


8 


372 


4 


us- 


09- 


489- 


039A-5497 


Sequence 


54 97, Ap 


3 


42 


5. 


6 


669 


4 


US- 


09- 


328- 


352-2345 


Sequence 


2345, Ap 


4 


39.8 


5. 


3 


636 


4 


US- 


09- 


543- 


681A-2536 


Sequence 


2536, Ap 


5 


39.6 


5. 


3 


750 


4 


US- 


09- 


252- 


991A-9146 


Sequence 


9146, Ap 


6 


38.2 


5. 


1 


636 


4 


us- 


09- 


489- 


039A-3271 


Sequence 


3271, Ap 


7 


34 .2 


4 . 


6 


645 


4 


us- 


09- 


489- 


039A-2622 


Sequence 


2 622, Ap 


8 


33.4 


4 . 


5 


202 


4 


us- 


09- 


513- 


999C-29855 


Sequence 


29855, A 


9 


33.4 


4 . 


5 


1055 


3 


us- 


09- 


410- 


028-1 


Sequence 


1, Appli 


10 


33.4 


4 . 


5 


3077 


3 


us- 


09- 


410- 


028-3 


Sequence 


3, Appli 


11 


33 


4 . 


4 


72604 


3 


us- 


09- 


268- 


992-7 


Sequence 


7, Appli 



c 
c 





12 


33 


4 

* 


. 4 


72604 


3 


US- 


09- 


•657- 


•474-7 


Qprillpnpp 

JCvJUCllUC 




c 


13 


32 . 8 


4 


. 4 


1194 


4 


US- 


09- 


252- 


•991A-9124 


•J w VJ 1 1UC 


9124 An 


c 


14 


32.8 


4 

* 


. 4 


1326 

-X. *— < V 


4 


us- 


•09- 


■252- 


•991A-9206 




920fi An 




15 


32 . 8 


4 


. 4 


1329 


4 


us- 


■09- 


252- 


■991A-8853 


Q pa rri ipnpp 


PPS? An 




16 


32 . 6 


4 


. 3 


505 

w v w 


4 


us- 


•09- 


621- 


976-15639 




X J U J 37 f /i 


c 


17 


32 . 2 


4 


. 3 


1001 


4 


us- 

Vy o 


•09- 


64 1- 


638-340 


Q p> c<fi l pn po 


^4 0 Ann 


c 


18 


32.2 


4 


. 3 


1001 


4 


us- 


■10- 


170- 


097-340 


Sequence 


34 0, App 




19 


32 . 2 


4 


.3 


5127 


4 


us- 

\y in/ 


•09- 


•462- 


606-1 


Sequence 


1, Appli 




20 


32 . 2 


4 


.3 


7207 


4 


us- 


•09- 


462- 


606-3 


Sequence 


3, Appli 


c 


21 


32 


4 


. 3 


1338 

-1- V ^m/ ^ 


4 

* 


us- 


•09- 


•489- 


039A-6698 


Sequence 


6698, Ap 


c 


22 


31 . 8 


4 


.2 


789 


4 


us- 


09- 


134- 


000C-2827 


Sequence 


2827, Ap 


c 


23 


31 . 4 


4 


.2 


965 


4 


us- 


09- 


•270- 


7 67-14185 


Sequence 


14185, A 




24 


31 . 2 


4 


2 


1230025 


4 


us 


1-03 


1-198 


-452A-1 


Sequence 1, Appl 




25 


30 . 8 


4 


1 


726 


4 


US- 


09- 


328- 


J J6 »J \J »J J 




QO^^ An 


c 


26 


30 8 


4 


I 


936 
-j \j 


4 


us- 


09- 


489- 

T U ^7 


n^9A-S4 fiQ 


Seauence 


54 69. Ad 




27 


30 . 8 


4 


. 1 


1040 

-X. V-/ A V,/ 


4 

* 


us- 


09- 


602- 

\J \J c~ 


7 87A-305 


Sequence 


305, App 


c 


28 


30.8 


4 


. 1 


1497 


4 

x 


us- 


09- 


220- 


132-94 


Sequence 


94, Appl 




29 


30.8 


4 

* 


. 1 


1500 


4 


us- 


09- 


602- 


787A-301 


Sequence 


301, App 




30 


30 . 6 


4 


. 1 


1269 


4 


us- 

^y i^y 


09- 


489- 


039A-3734 


Sequence 


3734, Ap 




31 


30 . 6 


4 


. 1 


5396 


4 


us- 


09- 


270- 


767-29115 


Sequence 


29115, A 




32 


30. 6 


4 


. 1 


7233 


4 


us- 

^y 


09- 

^y ^ 


270- 


767-13200 


Sequence 


13200, A 


c 


33 


30.4 


4 


. 1 


1294 


2 


us- 

v Ky 


08- 


665- 


647-4 


Sequence 


4, Appli 


c 


34 


30. 4 


4 


. 1 


1521 


4 

x 


us- 


09- 


252- 

L— C~ 


991A-6495 


Sequence 


6495, Ap 


c 


35 


30.4 


4 


. 1 


4599 


4 


us- 


09- 


302- 


626B-61 


Sequence 


61, Appl 


c 


36 


30 4 


4 


1 


5562 
**j \j 


4 




10- 


204- 




Sequence 


63, Appl 




37 


30. 4 


4 


. I 


9018 

— / \j -x. w 


4 


us- 


10- 


220- 


587-3 


Sequence 


3, Appli 




38 


30.2 


4 


. 0 


636 

w» w 


4 

x 


us- 


09- 


489- 


039A-24 37 


Sequence 


2437, Ap 


c 


39 


30.2 


4 


.0 


854 


4 


us- 


09- 


302- 


626B-57 


Sequence 


57, Appl 


c 


40 


30.2 


4 


.0 


5937 


4 


us- 


09- 


302- 


626B-59 


Sequence 


59, Appl 


c 


41 


30.2 


4 


.0 


38564 


4 


us- 


09- 


734- 


673-3 


Sequence 


3, Appli 


c 


42 


30 


4 


.0 


454 


4 


us- 


09- 


513- 


999C-10704 


Sequence 


10704, A 




43 


30 


4 


.0 


832 


4 


us- 


09- 


621- 


976-2813 


Sequence 


2813, Ap 


c 


44 


30 


4 


.0 


849 


4 


us- 


09- 


540- 


236-656 


Sequence 


65 6, App 




45 


30 


4 


.0 


1173 


4 


us- 


09- 


248- 


796A-6337 


Sequence 


6337, Ap 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



January 3, 2005, 10:05:31 ; Search time 520 Seconds 

(without alignments ) 
8146.523 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-620-487-1 
750 

1 gatccataaccccaaaccta 



ttagtaacttgctacttaag 750 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 



Searched: 



4176236 seqs, 2824127955 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



8352472 



Database : 



Published 



1 
2 
3 
4 
5 
6 
7 
8 
9 
10 
11 
12 
13 
14 
15 
16 
17 
18 
19 
20 
21 



i_Applications_NA: * 
/cgn2_6/ptodata/2/pubpna/US07_PUBCOMB.seq: * 
/cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 
/cgn2_6/ptodata/2/pubpna/US06_PUBCOMB.seq: * 
/cgn2_6/ptodata/2/pubpna/US07_NEW_PUB.seq: * 
/cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB.seq: * 
/cgn2_6/ptodata/2/pubpna/US08_NEW_PUB.seq: * 
/cgn2_6/ptodata/2/pubpna/US08_PUBCOMB.seq: * 
/cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB.seq: * 
/cgn2_6/ptodata/2/pubpna/US09B_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US09C_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US09_NEW_PUB.seq: * 
/cgn2_6/ptodata/2/pubpna/US10A_PUBCOMB.seq: 
/cgn2_6/ptodata/2/pubpna/US10B_PUBCOMB.seq: 
/cgn2_6/ptodata/2/pubpna/US10C_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US10D_PUBCOMB. seq: 
/cgn2_6/ptodata/2/pubpna/US10E_PUBCOMB. seq: 
/ cgn2_6 /pt odat a 12 /pubpna /US 1 0_NEW_PUB . seq : * 
/cgn2_6/ptodata/2/pubpna/USll_NEW_PUB.seq: * 
/cgn2_6/ptodata/2/pubpna/US60_NEW_PUB.seq: * 
/cgn2_6/ptodata/2/pubpna/US60_PUBCOMB.seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 

% 

Result Query 





No . 


Score 

U W -I— W 


Match 


Lencrt" h 


DB 


ID 


Description 




I 


750 


100 


.0 


7 50 


1 6 

X \J 


nq_in-fi9n-4fl'7-1 ^VP 1 


Sequence 


1, Appli 




2 


50 4 


6 


.7 


573 

sj / U 


Q 


VJ O VJ^ «JVJV/ IJt 


Sequence ' 


4 34, App 




3 


39 
.j .j 


5 


.2 


247 682 


1 6 

X u 


n^-1 0-93R-1 Q9A-9R 

Uu x vj l J J 1 ^lh 


Sequence 


28, Appl 




4 


36 8 


4 


. 9 


852 

{J -~J 


16 

X V 


D^-l 0-425-1 1 4-35996 

VJ kJ Xvj 1t.J XX*i 33.7-7VJ 


Sequence 


35996, A 




5 


36 8 


4 


. 9 


2727 


18 

X \J 


[]S-lfl-4?S-1 1 5-65647 

VJ kJ X VJ *4 <J X X «J U J VJ 1 / 


Sequence 


65647, A 


c 


6 


36 

J VJ 


4 


.8 


4 86 

1 o u 


1 7 

X / 


nq-in-767-7Q5-2Q06 

UO XVJ /VJ/ / J J ^./vJO 


Sequence 


2906, Ap 




7 


35 2 


4 


. 7 


4 74 


1 6 

X vJ 


T19-1 0-9RQ-1 Q4A-1 1 Q 

VJ O XVJ <!. J J 1 J4n X X 


Sequence 


119, App 


c 


8 


35 2 

<~J • Cm 


4 


. 7 


794 67 
t j *i \t i 


1 6 

X VJ 


r]c_i 0-052-4 82-22 3 

VJ kj XVJ VJJ^. IVJ^, C. *J 


Sequence 


223, App 


c 


9 

■mf 


34 6 


4 


. 6 


214 


Q 


r]Q — QQ_Q33 — 7 97 — 681 
vj kj vj j j j 1^1 vj o x 


Sequence < 


581, App 


c 


10 

X V 


34 6 


4 


. 6 


3821 


1 0 

X VJ 


r]q_f)Q_Qi 4-.3R3-9D8RR 

VJO VJ .7 014 333 tUO JJ 


Sequence 


20855, A 






34 6 


4 


. 6 


3825 


1 8 
X o 


nq-1 n-?R7-Q^n-9R69^ 

UO XU 33 / ?JU ^ JOdJ 


Sequence 


25623, A 




12 


34 4 


4 


. 6 


6630 


1 7 

X / 


r]q_in-4 37-Q63-7R919 

VJ O XVJ 4 J / I7D3 / 1l 


Sequence 


75212, A 


c 


13 


34 2 


4 


. 6 


2000 

c v w u 


16 

X \J 


US-10-260-238-221 4 

VJ kj XVJ 4- VJ VJ i» U i. il. 1 1 


Sequence 


2214, Ap 


c 


14 

-X. X 


34 2 


4 


. 6 


1414 63 

.L. J- T 


13 

X «J 


US -10- 087-1 92-22 

VJ kj XVJ VJ IJ / X Zf Cm Cm Cm 


Sequence 


22, Appl 


p 


15 


33 8 


4 


. 5 


4 97 


1 6 

X VJ 


[J^-l 0-424-599-84 060 

Uu XVJ 1 Cm *i *J Z> Zf U t w u u 


Sequence 


84060, A 


c 


16 


33 4 


4 


. 5 


2924 

— / Cm T 


16 

X VJ 


nS-1 0-424-599-28 594 

VJO xvj t 4 ~J J J Cm vj «J *a 


Sequence 


28594, A 


c 


17 


33 4 


4 


. 5 


9951 


16 

X VJ 


[JS-1 0-257-1 66-10 

VJ kj XVJ Cm 1 X VJ VJ X VJ 


Sequence 


10, Appl 




18 

X VJ 


33 4 

«J <J • T 


4 


.5 


29000 


10 

X VJ 


nq_nQ_qn6-1 58-17 

VJ kj VJ«7 ^ VJ VJ X kJ VJ X/ 


Sequence 


17, Appl 




19 

X — / 


33 4 

»J ,J • t 


4 


.5 


29000 


1 5 

X *J 


nq_i n-388-263-4 66 

VJ O XVJ JO O Cm\j +j 'ivjvj 


Sequence 


4 66, App 




20 


33 2 
j «j • ^ 


4 


.4 


235 
<c j j 


1 6 

X VJ 


0-424-R9Q-1 41 30Q 

VJ kj XVJ Tt'i *J Zf Zt 1*3 1 JU J 


Sequence 


141309, 




2 1 

£~ X 


33 2 

^ • Cm 


4 


.4 


826 


1 6 

x vj 


TT9-1 0-494-RQQ-Q77RQ 

UiJ XVJ 1^*1 3 _/ Z/ 17 f 1 O 17 


Sequence 


97789, A 




22 


33 2 


4 


.4 


3673778 

«J U # .J / / O 


1 5 

X «J 


n^-l 0-31 2-841 -9 

VJ kJ XVJ JIZ. O *i X ^ 


Sequence 2, Appl 




2 3 


33 
j 3 


4 


.4 


72 604 


1 5 

X J 


nq-1 0-1 fi9-4Q7-7 

UO XVJ 4 _7 / / 


Sequence 


7, Appli 




24 


33 


4 


.4 


72604 


1 7 

X 1 


nq_i 0-629-31 3-7 

VJO XVJ ^ 3X3 / 


Sequence 


7, Appli 




25 
^. -j 


32 8 


4 


.4 


64 4 92 


1 6 

X VJ 


Tl^-I 0-378-083-1 

VJO XVJ O/O UO J X 


Sequence 


1, Appli 




26 


32 6 

*J Cm * VJ 


4 


.3 


4 51 


1 4 

X M 


n^-1 0-1 2 3-1 5 5-1 2 6 

UO XU X C, O 1 JJ 1c u 


Sequence 


12 6, App 




27 


32 6 


4 


.3 


4 5T 

1 J X 


1 5 

X -J 


T19-1 0-1 46-731 -1 26 

UO XU X 4 O / 3 X lL U 


Sequence 


126, App 




28 


32 6 


4 


.3 


4 51 
i j i 


1 5 

X <J 


nq_i 0-1 40-479-1 96 

UO XU X H U H f Cm X Z. vj 


Sequence 


126, App 




2 9 


32 6 

J Z . vj 


4 


.3 


4 51 


1 5 


Tiq_l 0-1 41 - 761 -1 96 

UO XU ill /OX 1ZD 


Sequence 


126, App 




^0 
3 U 


^9 6 


4 


.3 


ft D 1 


1 R 


PQ.1 H— 1 ^9— fiQR— 1 9£ 
Uo 1U 146 ooj uD 


Sequence 


126, App 




3l' 
3 X 


"39 6 

3Z, . D 


4 


.3 


4 m 

fl O x 


1 R 
X 3 


Uj lU'l JO /3?U1ZD 


Sequence 


126, App 




32 
-j z. 


32 6 

J Z. • u 


4 


.3 


4 51 


1 5 
X 3 


nc-1 0-1 77-ft71-l 9fi 
UO XU X3/ O/X ItD 


Sequence 


126, App 




33 
3 3 


19 6 


4 


.3 


*4 D ± 


X 3 


Uo XvJ X*iu i7Z3 XLO 


Sequence 


126, App 




34 


32 6 

3 Cm • \J 


4 


.3 


4 R 1 


1 R 

X 3 


nq — 1 0 — 1 41 — 7 R 1 9^ 
Uo 1U 141 / JO 1ZD 


Sequence 


126, App 




1 R 

O 3 


19 6 

3 c. • D 


4 


.3 


4 R 1 


1 R 
X 3 


nc»i n _ i /ii _7 c: q_ i 

Uu 1U 141 / 1ZD 


Sequence 


126, App 




36 

J VJ 


32 6 


4 


.3 


4 51 


1 R 
X 3 


nq_l 0-1 40-R0R-1 96 

UO XU X4U OU3 X Z. D 


Sequence 


126, App 




37 


32. 6 


4 


.3 


451 


15 


US-10-140-864-126 


Sequence 


126, App 




38 


32. 6 


4 


.3 


451 


16 


US-10-142-426-126 


Sequence 


126, App 




39 


32. 6 


4 


.3 


597 


18 


US-10-363-34 5A-13041 


Sequence 


13041, A 


c 


40 


32. 6 


4 


.3 


597 


18 


US- 10-363-34 5A-1304 2 


Sequence 


13042, A 


c 


41 


32. 6 


4 


.3 


623 


17 


US-10-767-701-883 


Sequence 


883, App 




42 


32. 6 


4 


.3 


858 


18 


US-10-363-34 5A-21325 


Sequence 


21325, A 


c 


43 


32. 6 


4 


.3 


858 


18 


US-10-363-34 5A-21326 


Sequence 


21326, A 


c 


44 


32. 6 


4 


.3 


2589 


18 


US-10-425-115-175990 


Sequence 


175990, 


c 


45 


32.4 


4 


.3 


289 


17 


US-10-437-963-54974 


Sequence 


54974, A 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM nucleic - nucleic search, using sw model 



Run on: 



January 3, 2005, 11:23:52 ; Search time 3085 Seconds 

(without alignments) 
8858.930 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-1 
750 

1 gatccataaccccaaaccta 



ttagtaacttgctacttaag 750 



Scoring table: IDENTITY_NUC 

Gapop 10.0 , Gapext 1.0 

Searched: 32822875 seqs, 18219865908 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



65645750 



Database : 



EST: * 



1: 


; gb 


estl : 


* 


2; 


; gb 


est2 : 


* 


3: 


; gb 


[htc: * 




4 : 


: gb_ 


est3 : 


★ 


5; 


; gb 


_est4 : 


* 


6: 


: gb_ 


_est5 : 


* 


7: 


: gb_ 


est 6 : 


* 


8: 


: gb 


_gssl : 


* 


9: 


: gb_ 


_gss2 : 





Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 





No. 


Score 


Match 


Length 


DB 


c 


1 


473 


63.1 


681 


6 




2 


351 


46.8 


856 


9 




3 


331. 4 


44.2 


791 


9 




4 


321. 6 


42.9 


736 


9 


c 


5 


113.2 


15. 1 


118 


6 


c 


6 


55.2 


7.4 


819 


8 




7 


50 


6.7 


420 


8 


c 


8 


49.4 


6.6 


862 


9 



ID 



Description 



CA366654 
CL650636 
CL688782 
CL688905 
CA374430 
BH447440 
BH374397 
CL666889 



f*crJh~ 



CA366654 
CL650636 
CL688782 
CL688905 
CA374 4 30 
BH447440 
BH374397 
CL666889 



642278 NC 
PRI0110a_ 
PRI014b_G 
PRI014d_C 
648800 NC 
BOHQB4 9TF 
AG-ND-180 
PRI0153c 
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J * u 


ceo 
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DyU 3 04 4 O 


DAfl Q C A A p 
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□MQCR 7 7 7 
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1 Q 
X 3 


77 /I 
j / . 4 


o . u 


0 0 4 


Q 

3 


LNoUUOUU 


Abu ooyz j 


urosopnii 


c 


90 
Z U 


77 9 

J / . Z 


o . u 


Q 7 Q 
3 J 3 


Q 

3 


L.WoUUOINva 


/iiiU o y 4 uu 


urosopni i 




9 1 
Z X 


7 R 
j D . 0 


4 . 3 


£ T A 
0X4 
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nri£9 R R 1 /l 
DyoZ 0 014 
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L/L/O 3 0 O 0 O 
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n v 1 ^71 RR 
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uanio rer 




9 R 
^ o 


3 O * 0 


4.3 


77 R 

I/O 


Q 
3 


RY1 7^^4/1 
DA 1 / O O 4 4 


RV1 7 R R zl 4 
D A 1 / 0 0 4 4 


uanio rer 




9 £ 
Z 0 


7£ £ 
JO. D 


4 . 3 


A HQ 
4 U 0 


O 


R7 7 1 £7 P £ 
D6 /ID / OD 


DZ» / 1 0 / 0 0 






9 "7 
Z / 


7 £ 

jo . D 


A Q 
4.3 


RR Q 
DO y 


Q 
3 


LLOU 4/43 


PP^H/1 7 A Q 

bboufi / 4 y 


PPnUP»79TU 
UbUnUjZ 1 n 


c 


9 R 
Z 0 


7 £ £ 
jo. D 


4 . 3 


7 R 7 
lot 


Q 

3 


UJNoU 1 On j 


7\T 1 ft£77'7 
HLtl U 0 / J / 


urosopnii 


c 


9 Q 
Z 3 


7 6 £ 
JO. O 


4 . 3 


Q7 R 

-7 J J 


Q 
3 


LLOU'i / 0 O 


UbxOU 4 / 0 0 


PiPnUPr7 9 fT^/ 
UbiUnU jZ J. V 




7 n 


7 £ £ 
JO . 0 


4 . 3 


Q ^ 7 
-/ 0 j 


Q 

3 


nf n c; n 7 7 Q 
LbU jU JJ? 


pp n r n 7 7 q 
Ubuou j j y 


rUl InO 1 1 d 




7 1 
J 1 


7 £ A 
3 0 . 4 


4 . 3 


zi 4 n 

4 4 U 


0 


LAO / 0 0 1 4 


U/\0 / 0 0 1 4 


wimiz . pKU 


c 


7 9 


jO. ^ 


4 . 3 


^ ^ ^ 

0 0 0 


0 


PH7Z1 7 1 £7 
K^U 3 4 / 1 0 J 


PH7 A 1 1 ^ 7 
LUj 4 / 1 o j 


H. lcjo 1 ex 1 1 


c 


7 7 
J j 


7 £ 4 
3 0 . 4 


4 Q 
4 . 3 


^1 Q 
013 


J 


DlYl 3 0 4 4 0 3 


tjmQC /I A R Q 

Dixiy 04 4 o y 


kj o 4 eu o . y 




7 / 


7 £ 9 
JO. Z 


4 . 0 


OZj 


Q 

3 


LLO J 4 j Jo 


ULO j4 j j 0 
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bvHZ 4 U 4 1 Z 


c 


7 R 
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J 0 


/I R 
4.0 
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OjU 


J 


DM Q £ /I P 0 1 
DIY130 4 OZ. 1 


nuQ £ A P O 1 

t5My 04 0 Z 1 


o oguz . y 


c 


7 C 
j o 


7 C 
J O 


/l R 
4 . 0 


^fl R 
DO O 


p 
O 


b£ oo y / 1 o 


D6Djy / 10 


Ubjbxb,U j 1 1 1X1 


c 


7 T 


7 c Q 
J J . 0 


4 . 0 


I 1 R 1 

I I O 1 


Q 


/ib 1 Z / U 0 U 


npi oini;n 
Abj 1 z / u o u 


ran crogi 


c 


"3 R 
JO 


J J . O 


4 . / 


A QO 
fi y Z 


i 


ai y u o o / z 


/\i y uo o / z 


op dt 1 n 

Kb/" D 11// — 


c 


39 


35 . 4 


4 . 7 


699 


9 


CE799079 


CE799079 


tigr-gss- 




40 


35.4 


4.7 


733 


8 


BZ389118 


BZ389118 


EINDJ32TF 




41 


35.4 


4.7 


792 


9 


CG872981 


CG872981 


ZMMBBc028 


c 


42 


35.2 


4.7 


226 


4 


BG370992 


BG370992 


daclla02 . 




43 


35.2 


4.7 


500 


5 


BP188868 


BP188868 


BP188868 




44 


35.2 


4.7 


500 


5 


BP189161 


BP189161 


BP189161 


c 


45 


35.2 


4.7 


552 


9 


BX163834 


BX163834 


Danio rer 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd 



OM protein - protein search, using sw model 



Run on: 



January 3, 2005, 07:57:25 ; Search time 81 Seconds 

(without alignments) 
863.608 Million cell updates/sec 



Title : 

Perfect score: 
Sequence : 



US-10-620-487-2 
996 

1 VT PTLLSAFWT YTLI TAMT P 



RQLNI VLALLLVYCAVRI FY 195 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 2002273 seqs, 358729299 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 

Listing first 45 summaries 

Database : 



2002273 



A_Geneseq_23Sep04 : 

1 : geneseqpl980s : * 

2: geneseqpl990s 

3: geneseqp2000s 

4: geneseqp2001s 

5: geneseqp2002s 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8 : geneseqp2004s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



Result 



% 

Query 



to. 


Score 


Match 


Length 


DB 


ID 


1 


996 


100.0 


195 


8 


ADK66006 


2 


993 


99.7 


195 


3 


AAB01788 


3 


684 


68.7 


205 


7 


AB066144 


4 


505 


50.7 


344 


4 


ABG17792 


5 


272.5 


27.4 


249 


7 


AB076971 


6 


256 


25.7 


203 


6 


ABM70439 


7 


250.5 


25.2 


211 


7 


AB063925 


8 


232.5 


23.3 


212 


7 


ADF04482 


9 


228.5 


22.9 


211 


7 


ADF06423 



Description 



7^1 



Adk66006 
Aab01788 
Abo66144 
Abgl7792 
Abo76971 
Abm70439 
Abo63925 
Adf04482 
Adf06423 



E coli Yf 
Escherich 
Klebsiell 
Novel hum 
Pseudomon 
Photorhab 
Klebsiell 
Bacterial 
Bacterial 
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13 
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4 
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16 
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16 
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OM protein - protein search, using sw model 



Run on: 



January 3, 2005, 08:54:35 ; Search time 25 Seconds 

(without alignments ) 
517.280 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLNIVLALLLVYCAVRIFY 195 



BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 478139 seqs, 66318000 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



478139 



Database : 
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6 



Issued_Patents_AA: * 

/cgn2_6/ptodata/l/iaa/5A_COMB.pep: * 
/cgn2_6/ptodata/l/iaa/5B_COMB . pep : * 
/cgn2_6/ptodata/l/iaa/6A_COMB.pep: * 
/cgn2_6/ptodata/l/iaa/6B_COMB.pep: * 
/cgn2_6/ptodata/l/iaa/PCTUS_COMB.pep: 
/cgn2_6/ptodata/l/iaa/backf ilesl .pep : 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



January 3, 2005, 08:41:11 ; Search time 444 Seconds 

(without alignments) 
157.989 Million cell updates/sec 



Title: 

Perfect score 
Sequence : 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLNIVLALLLVYCAVRI FY 195 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 



Searched: 



1599051 seqs, 359727711 residues 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1599051 



Database : 



Published 
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10 
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_Applications_AA: * 
/cgn2_6/ptodata/2/pubpaa/US07_PUBCOMB.pep: * 
/cgn2_6/ptodata/2/pubpaa/PCT_NEW_PUB.pep: * 
/cgn2_6/ptodata/2/pubpaa/US06_NEW_PUB.pep: * 
/cgn2_6/ptodata/2/pubpaa/US06_PUBCOMB.pep: * 
/cgn2_6/ptodata/2/pubpaa/US07_NEW_PUB.pep: * 
/cgn2_6/ptodata/2/pubpaa/PCTUS_PUBCOMB.pep: 
/cgn2_6/ptodata/2/pubpaa/US08_NEW_PUB.pep:* 
/cgn2_6/ptodata/2/pubpaa/US08_PUBCOMB.pep: * 
/cgn2_6/ptodata/2/pubpaa/US09A_PUBCOMB.pep: 
/cgn2_6/ptodata/2/pubpaa/US09B_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US09C_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US09_NEW_PUB.pep: 
/cgn2_6/ptodata/2/pubpaa/US10A_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10B_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10C_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10D_PUBCOMB.pep 
/cgn2_6/ptodata/2/pubpaa/US10_NEW_PUB.pep: 
/cgn2_6/ptodata/2/pubpaa/USll_NEW_PUB.pep: 
/cgn2_6/ptodata/2 /pubpaa/US60_NEW_PUB . pep : 
/cgn2_6/ptodata/2 /pubpaa/US60 PUBCOMB . pep : 



* 
* 
* 
* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using frame plus p2n model 



Run on: 



January 3, 2005, 09:05:56 ; Search time 4048 Seconds 

(without alignments) 
2278.036 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLNIVLALLLVYCAVRIFY 195 



Scoring table: 



BLOSUM62 



Xgapop 10.0 
Ygapop 10.0 
Fgapop 6.0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4526729 seqs, 23644849745 residues 



Total number of hits satisfying chosen parameters: 



9053458 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=frame+_p2n. model -DEV=xlh 

Q-/cgn2_l/USPTO_spool/US106204 87/runat_29122004_134 4 4 9_9000/app_query. fasta_l 
1 

-DB=GenEmbl -QFMT=fastap -SUFFIX=rge -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END— 1 -MATRIX=blosum62 -TRANS=human4 0 . cdi -LIST=45 
-DOCALIGN=200 -THRJSCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 -MODE=LOCAL 
-OUTFMT=pto -NORM-ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 . 
-USER=US106204 87_@CGN_l_l_3731_@runat_29122004_134 4 4 9_9000 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES-0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=120 -WARN_TIMEOUT=30 -THREADS=1 -XGAPOP-10 -XGAPEXT=0.5 -FGAPOP= 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0 . 5 -DELOP=6 -DELEXT=7 

Database : GenEmbl : * 



1 
2 
3 
4 
5 
6 
7 
8 
9 



gb_ba : * 
gb_htg: * 
gb_in: * 
gb_om : * 
gb_ov : * 



gb_pat : * 
gb_ph : * 
gb_pl : * 
gb_pr : * 
gb_ro : * 



10: 



11: gb_sts:* 
12: gb_sy:* 
1 3 : gb_un : * 
1 4 : gb_vi : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on: 



January 3, 2005, 08:56:05 ; Search time 484 Seconds 

(without alignments) 
2114.953 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 

Scoring table: 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLNI VLALLLVYCAVRI FY 195 



BLOSUM62 
Xgapop 10.0 
Ygapop 10.0 
Fgapop 6 . 0 
Delop 6.0 



Xgapext 
Ygapext 
Fgapext 
Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4134886 seqs, 2624710521 residues 



8269772 



Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=f rame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US10620487/runat_29122004_134449_8990/app_query. fasta_l .39 
1 

-DB=N_Geneseq_23Sep04 -QFMT=fastap -SUFFIX=rng -MINMATCH=0 . 1 -LOOPCL=0 
-LOOPEXT=0 -UNITS=bits -START-1 -END=-1 -MATRIX=blosum62 -TRANS=human4 0 . cdi 
-LIST=45 -DOCALIGN=200 -THR_SCORE=.pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
-MODE=LOCAL -OUTFMT-pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US106204 87_@CGN_l_l_470_@runat_29122004_134 4 4 9_8990 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=120 -WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAP0P=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT-7 



Database : 



N Geneseq 23Sep04:* 



1 
2 
3 
4 
5 
6 
7 
8 
9 
10 



geneseqnl980s : * 
geneseqnl990s : * 
geneseqn2000s : * 
geneseqn2001as : * 
geneseqn2001bs : * 
geneseqn2002as : * 
geneseqn2002bs : * 
geneseqn2003as : * 
geneseqn2003bs : * 
geneseqn2003cs : * 



11: geneseqn2003cis : * 
12 : geneseqn2004s : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Description 



'^/ tfD Aaa52690 Escherich 
Adk66005 E coli yf 
Ach99695 Klebsiell as' 
Aas8197 9 DNA encod 
Abdl0542 Pseudomon 
Adq07 624 DNA seque 
Ach99702 Klebsiell 
Acf70009 Photorhab 
Continuation (2 of 
Continuation (31 o 
Ach97476 Klebsiell 
Abk73143 Bacillus 
Adf00310 Bacterial 
Adf02251 Bacterial 
Ada31709 DNA encod 
Ada3174 6 DNA encod 

Abdl7280 Pseudomon 
Acd79725 E. coli K 
Acd79727 E. coli K 
Ada32836 DNA encod 

Ach95100 Klebsiell 
Aca36103 Prokaryot 

Abd03571 Pseudomon 
Aca43829 Prokaryot 

Abd03188 Pseudomon 
Aca32157 Prokaryot 
Aas93395 DNA encod 
Acd79726 E. coli K 
Aca53970 Prokaryot 
Aca51728 Prokaryot 
Ada2 94 90 DNA encod 
Ada30612 DNA encod 
Abdl2000 Pseudomon 
Abdll645 Pseudomon 
Ada31395 DNA encod 
Abd05572 Pseudomon 
Abd05828 Pseudomon 
Abd05716 Pseudomon 
Aca48809 Prokaryot 

Ach96827 Klebsiell 
Aca23772 Prokaryot 
Adf00030 Bacterial 
Ach96642 Klebsiell 
Ada31058 DNA encod 
Aaa52689 Escherich 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd 



OM protein - nucleic search, using frame plus p2n model 



Run on: 



January 3, 2005, 09:06:26 / Search time 95 Seconds 

(without alignments) 
1458.988 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLNI VLALLLVYCAVRI FY 195 



Scoring table: 



BLOSUM62 



Xgapop 10.0 , Xgapext 

Ygapop 10.0 , Ygapext 

Fgapop 6.0 , Fgapext 

Delop 6.0 , Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



824507 seqs, 355394441 



residues 



Total number of hits satisfying chosen 



parameters : 



1649014 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=frame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US106204 87/runat_29122004_134 450_904 4/app_query. fastaJL 

1 

-DB=Issued_Patents_NA -QFMT=fastap -SUFFIX=rni -MINMATCH=0 . 1 -LOOPCL=0 
r LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 -TRANS=human40 . cdi 
-LIST=4 5 -DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 
-MODE=LOCAL -OUTFMT=pto -N0RM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US106204 87_@CGN_l_l_69_@runat__29122004_134 4 50_904 4 -NCPU=6 -ICPU-3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 
-DEV_TIMEOUT=120 -WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP= 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : Issued Patents NA:* 



1 : /cgn2_6/ptodata/l/ina/5A_COMB . seq: * 

2 : /cgn2_6/ptodata/l/ina/5B_COMB. seq: * 

3 : /cgn2_6/ptodata/l/ina/6A_COMB . seq: * 

4 : /cgn2_6/ptodata/l/ina/6B_COMB. seq: * 

5 : /cgn2_6/ptodata/l/ina/PCTUS_COMB. seq: * 

6 : /cgn2_6/ptodata/l/ina/backf ilesl . seq: * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



J 
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SUMMARIES 

% 

Result Query 





1NO « 


OL*(J£ fci 


Match 


Xieiiy Lfl 


nn 

UD 


t n 
x u 






• 


Description 




1 
J. 


6ft 4 


68. 


7 


61 ft 


A 
4 




n q _ 
u y 


A P Q- 

4 0 y 


U D Jt\ D 4 y U -S'C-^-* 


Sequence 


5490, Ap 




9 
Z 


9 "7 9 R 
Z / Z . D 


27. 


4 


7 r n 

/ D U 


A 
4 


Uo 


u y 


9 R 9 — 
Z D Z — 


QQ1 Zi — Q1 46 

y y x/i y x 4 d 


Sequence 


9146, Ap 




-3 
J 


9 60 
Z DU 


26. 


1 


3TO 
D / Z 


A 
4 


Uo 


u y 


A R Q — 

4 0 y 


n*3QZi— R/1Q7 

ud y/\ d 4 y / 


Sequence 


5497, Ap 




4 


9 RO R 
Z O U * D 


25. 


2 


6*36 
Dju 


A 
4 


tiq- 

Uo 


u y — 


A P Q- 
4 0 


n^QZ\ — *397 1 
U D y/i DZ / X 


Sequence 


3271, Ap 




R 

d 


9 *39 R 


23. 


3 


6*3Q 
O D -7 


4 


TIC- 


HQ- 

u y — 


R A r K — 
D 4 D 


6fl 1 Zi— R Q R 
DO ±I\ D y D 


Sequence 


595, App 




o 


9 9ft R 
Z Z 0 . 0 


22. 


9 


6*36 
ODD 


A 
4 


TIQ — 

Uo 


n q_ 
u y 


R /l *3 — 
D 4 D 


6R 1 Zi— 9 R *3 6 
DO In Z D D D 


Sequence 


2536, Ap 
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Uo 
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DZ O 
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DDZzyyo 


Sequence 


2996, Ap 
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Sequence 


3033, Ap 
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Sequence 


15884, A 
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Sequence 


4123, Ap 




1 1 
x ± 


1 69 
X DZ 


16. 


3 


64 R 


4 


Uo 


U .7 


4 ft Q- 

4 O .7 


n^Qa-R qr 

U 0 z>r\ 0 .3 D 


Sequence 


8 95, App 
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Sequence 


2175, Ap 
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Sequence 


1792, Ap 
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Sequence 
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Sequence 
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1 R R R 
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2682, Ap 
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Sequence 


4320, Ap 
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Sequence 


2622, Ap 
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Sequence 


315, App 




O /I 

z 4 


1 A Q 

X 4 o 


14 . 


9 


DD D 


/I 
4 


nQ — 
Uo~ 


u y~ 


/ P Q- 

4 0 y 


0 *3QZi — 94 *37 
U DyH Z 4 D / 
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2437, Ap 
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2345, Ap 
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. O *3 Q Zi — R 60 
UD y/i D DU 
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Sequence 


41, Appl 
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2569, Ap 
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Sequence 


7266, Ap 
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Sequence 


6447, Ap 


c 
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•09- 
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•991A-7437 


Sequence 


7437, Ap 
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4 
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•09- 
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•991A-7203 


Sequence 


7203, Ap 
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4 
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•09- 
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Sequence 


2283, Ap 


c 
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4 
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Sequence 


6103, Ap 




42 
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■991A-9421 


Sequence 


9421, Ap 
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11. 
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1596 


4 
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Sequence 


9478, Ap 


c 
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9352, Ap 
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1687, Ap 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - nucleic search, using f rame_plus_p2n model 



Run on : 



January 3, 2005, 09:05:27 



; Search time 531 Seconds 

(without alignments) 

2074.218 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLNI VLALLLVYCAVRI FY 195 



Scoring table: 



BLOSUM62 



Xgapop 10.0 , Xgapext 

Ygapop 10.0 , Ygapext 

Fgapop 6.0 , Fgapext 

Delop 6.0 , Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



4176236 seqs, 2824127955 residues 



Total number of hits satisfying chosen parameters: 



8352472 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=frame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US106204 87/runat_29122004_134 4 50_9020/app_query.fasta_l 

1 

-DB=Published_Applications_NA -QFMT=fastap -SUFFIX=rnpb -MINMATCH=0 . 1 
-LOOPCL=0 -LOOPEXT=0 -UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 
-TRANS=human4 0.cdi -LIST-45 -DOCALIGN=200 -THR__SCORE=pct -THR_MAX-100 
-THR_MIN=0 -ALIGN=15 -MODE-LOCAL -OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN= 
-MAXLEN=2000000000 -USER=US106204 87_@CGN_l_l_4 80_@runat_29122004_134 4 50_9020 
-NCPU=6 -ICPU=3 -NO_MMAP -LARGEQUERY -NEG_SCORES-0 -WAIT -DSPBLOCK=100 
-LONGLOG -DEV_TIMEOUT-120 -WARNJTIMEOUT=30 -THREADS-1 -XGAPOP=10 -XGAPEXT=0 . 5 
-FGAPOP=6 -FGAPEXT=7 -YGAPOP=10 -YGAPEXT-0 . 5 -DELOP=6 -DELEXT=7 



1: /cgn2_6/ptodata/2/pubpna/US07_PUBCOMB. seq: * 

2: /cgn2_6/ptodata/2/pubpna/PCT_NEW_PUB. seq: * 

3: /cgn2_6/ptodata/2/pubpna/US06_NEW_PUB. seq: * 

4 : /cgn2_6/ptodata/2/pubpna/US06_PUBCOMB. seq: * 

5: /cgn2_6/ptodata/2/pubpna/US07_NEW_PUB.seq: * 

6 : /cgn2_6/ptodata/2/pubpna/PCTUS_PUBCOMB . seq : * 

7: /cgn2_6/ptodata/2/pubpna/US08_NEW_PUB. seq: * 

8: /cgn2_6/ptodata/2/pubpna/US08_PUBCOMB.seq: * 

9: /cgn2_6/ptodata/2/pubpna/US09A_PUBCOMB.seq: * 
10: /cgn2_6/ptodata/2/pubpna/US09B PUBCOMB . seq : * 



Database 



Published_Applications NA: * 



6/ptodata/2/pubpna/US09C_PUBCOMB. seq: 
6/ptodata/2/pubpna/US09_NEW_PUB.seq: * 
6/ptodata/2/pubpna/US10A_PUBCOMB.seq: 
'6/ptodata/2/pubpna/US10B_PUBCOMB.seq: 
6/ptodata/2/pubpna/US10C__PUBCOMB. seq: 
6/ptodata/2/pubpna/US10D_PUBCOMB.seq: 
"6/ptodata/2/pubpna/US10E_PUBCOMB.seq: 
6/ptodata/2/pubpna/US10_NEW_PUB.seq: * 
*6/ptodata/2/pubpna/USll_NEW_PUB.seq: * 
'6/ptodata/2/pubpna/US60_NEW_PUB.seq: * 
6/ptodata/2/pubpna/US60_PUBCOMB.seq: * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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: /cgn2 
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: /cgn2 
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; /cgn2 


19: 


: /cgn2 


20: 


: /cgn2 


21: 


: /cgn2 



SUMMARIES 



% 



esult 
No. 


Score 


Query 
Match 


Length DB 




1 


996 


100 . 0 


750 


16 




2 


236 


23 . 7 


573 


9 
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161.5 


16.2 


618 


16 
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158 . 5 


1 I— /"V 

15 . 9 


633 


16 
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157 . 5 


15 . 8 


618 


16 
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156.5 


15 . 7 


621 


16 




7 


156.5 


15.7 


621 


16 
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153 


15 . 4 


623 


16 
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151.5 


15 . 2 


633 


16 




10 


142 


14 . 3 


651 


15 


c 


11 


142 


14 . 3 


9025608 


15 




12 


137.5 


13.8 


618 


16 
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13 


137 


13.8 


269223 


16 




14 


129.5 


13.0 


543 


16 




15 


128.5 


12. 9 


1200 


9 




16 


128.5 


12. 9 


1200 


9 




17 


123.5 


12.4 


630 


16 




18 


123 


12.3 


2731748 


17 




19 


118.5 


11. 9 


792 


10 
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20 


118.5 


11. 9 


3309400 


9 




21 


117.5 


11.8 


630 


16 




22 


116.5 


11.7 


669 


9 




23 


112 


11.2 


621 
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24 


112 


11.2 


85692 


16 
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25 


111 


11.1 


86941 


16 




26 


110.5 


11.1 


615 


15 




27 


109.5 


11.0 


627 


16 




28 


108 


10.8 


3309400 


9 




29 


107.5 


10.8 


672 


15 


c 


30 


106.5 


10.7 


2731748 


17 




31 


104 .5 


10.5 


1830121 


14 




32 


104.5 


10.5 


1830121 


16 




33 


104.5 


10.5 


1830121 


18 




34 


104 


10.4 


678 


9 




35 


98.5 


9.9 


417 


15 




36 


98.5 


9.9 


417 


16 



ID 



Description 



US-10-620-487-1 
US-09-974-300-434 
US-10-282-122A-23973 
US-10-282-122A-31699 
US-10-282-122A-20027 
US-10-282-122A-39598 
US-10-282-122A-418 4 0 
US-10-282-122A-3667 9 
US-10-282-122A-11642 
US-10-156-761-3368 

US-10-156-761-1 
US-10-282-122A-40780 
US-10-672-787-41 
US-10-282-122A-8689 
US-09-927-395-1 
US-09-847-392-1 
US-10-282-122A-30630 

US-10-297-465A-1 
US-09-746-660A-13 
US-09-738-626-1 
US-10-282-122A-33154 
US-09-738-626-2570 
US-09-738-626-2918 
US-10-461-194-1 
US-10-461-194-2 
US-10-156-761-3747 
US-10-282-122A-14 918 
US-09-738-626-1 
US-10-156-761-246 
US-10-297-465A-1 
US-10-329-960-1 
US-10-329-670-1 
US-10-158-865-1 
US-09-738-626-165 



Sequence 1, Appli 
Sequence 4 34, App 
Sequence 23973, A 
Sequence 31699, A 
Sequence 20027, A 
Sequence 39598, A 
Sequence 41840, A 
Sequence 36679, A 
Sequence 11642, A 
Sequence 3368, Ap 

Sequence 1, Appli 
Sequence 40780, A 
Sequence 41, Appl 
Sequence 8689, Ap 
Sequence 1, Appli 
Sequence 1, Appli 
Sequence 30630, A 

Sequence 1, Appli 
Sequence 13 * Appl 
Sequence 1, Appli 
Sequence 33154, A 
Sequence 2570, Ap 
Sequence 2918, Ap 
Sequence 1, Appli 
Sequence 2, Appli 
Sequence 3747, Ap 
Sequence 14 918, A 
Sequence 1, Appli 
Sequence 24 6, App 
Sequence 1, Appli 
Sequence 1, Appli 
Sequence 1, Appli 
Sequence 1, Appli 
Sequence 165, App 
Sequence 274, App 
Sequence 64 96, Ap 





^7 




Q 
_7 • 


D 


R S "3 

O <J J 


1 7 


HQ-1 n-7fi7-7QR-R971 

UO 1U /D/ -J 1 L 


Oc^UcIlCc JZ / 1 r 




J o 




q 


f. 
D 


9ft d 7 


~\ 7 




Cartuanoo ^ fi fi H ^ TV 






? j • j 


Q 


D 


1 4 1 Q 


± o 




oequence z diuD/ h 
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1611 


16 


US-10-282-122A-31927 


Sequence 31927, A 


c 


41 


95 


9. 


5 


6357 


18 


US-10-859-149-2 


Sequence 2, Appli 


c 


42 


95 


9. 


5 


1163020 


16 


US-10-398-221-10 


Sequence 10, Appl 


c 


43 


95 


9. 


5 


3011208 


16 


US-10-398-221-2058 


Sequence 2058, Ap 
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94 


9. 


4 


1881 


15 


US-10-369-493-27537 


Sequence 27537, A 
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US-09-746-660A-51 


Sequence 51, Appl 



GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 



Run on: 



January 3, 2005, 08:48:36 ; Search time 24 Seconds 

(without alignments) 
781.761 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLN I VLALLLVYCAVRI FY 195 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 283416 seqs, 96216763 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 



283416 



Post -processing: 



Database : 



Minimum Match 0% 
Maximum Match 100% 
Listing first 45 summaries 

PIR 79:* 



1: 


pirl: * 


2: 


pir2: * 


3: 


pir3 : * 


4 : 


pir4 : * 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 



SUMMARIES 



% 



Result 
No. 


Score 


Query 
Match 


Length 


DB 


ID 
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Description 



hypothetical 21.2 
hypothetical prote 
hypothetical prote 
probable membrane 
conserved hypothet 
probable ABC-trans 
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efflux protein, Ly 
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dihydrodipicolinat 
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40 


122.5 


12. 


3 


205 


2 


AH3641 


transporter, lysE 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein 



nucleic search, using frame plus p2n model 



Run on: 



January 3, 2005, 08:57:56 ; Search time 3043 Seconds 

(without alignments) 
2335.113 Million cell updates/sec 



Title: 

Perfect score: 
Sequence : 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLN I VLALLL V YCAVRI FY 195 



Scoring table: 



BLOSUM62 



Xgapop 10.0 , Xgapext 

Ygapop 10.0 , Ygapext 

Fgapop 6.0 , Fgapext 

Delop 6.0 , Delext 



0.5 
0.5 
7.0 
7.0 



Searched: 



32822875 seqs, 18219865908 residues 



Total number of hits satisfying chosen parameters: 



65645750 



Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 

Command line parameters: 
-MODEL=frame+_p2n. model -DEV=xlh 

Q=/cgn2_l/USPTO_spool/US10620487/runat_29122004_134449_9010/app_query. fasta_l .39 
1 

-DB=EST -QFMT=fastap -SUFFIX=rst -MINMATCH=0 . 1 -LOOPCL=0 -LOOPEXT=0 
-UNITS=bits -START=1 -END=-1 -MATRIX=blosum62 -TRANS=human4 0 . cdi -LIST=4 5 
-DOCALIGN=200 -THR_SCORE=pct -THR_MAX=100 -THR_MIN=0 -ALIGN=15 -MODE=LOCAL 
-OUTFMT=pto -NORM=ext -HEAPSIZE=500 -MINLEN=0 -MAXLEN=2000000000 
-USER=US106204 87_@CGN_l_l_3437_@runat_29122004_134 4 4 9_9010 -NCPU=6 -ICPU=3 
-NO_MMAP -LARGEQUERY -NEG_SCORES=0 -WAIT -DSPBLOCK=100 -LONGLOG 

-DEV_TIMEOUT=120 -WARN_TIMEOUT=30 -THREADS=1 -XGAPOP=10 -XGAPEXT=0 . 5 -FGAPOP=6 
-FGAPEXT=7 -YGAPOP=10 -YGAPEXT=0.5 -DELOP=6 -DELEXT=7 

Database : EST:* 



1 
2 
3 
4 
5 
6 
7 
8 
9 



gb_estl : * 
gb_e s 1 2 : * 
gb_htc: * 
gb_est3 : * 
gb_e s 1 4 : * 
gb_e s 1 5 : * 
gb_est6 : * 
gb_gssl : * 
gb gss2:* 



t? 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 
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GenCore version 5.1.6 
Copyright (c) 1993 - 2005 Compugen Ltd. 



OM protein - protein search, using sw model 

January 



Run on: 



3, 2005, 07:58:40 ; Search time 106 Seconds 

(without alignments ) 
1058.472 Million cell updates/sec 



Title: 

Perfect score: 
Sequence: 



US-10-620-487-2 
996 

1 VTPTLLSAFWTYTLITAMTP 



RQLNIVLALLLVYCAVRI FY 195 



Scoring table: BLOSUM62 

Gapop 10.0 , Gapext 0.5 

Searched: 1825181 seqs, 575374646 residues 

Total number of hits satisfying chosen parameters: 

Minimum DB seq length: 0 

Maximum DB seq length: 2000000000 

Post-processing: Minimum Match 0% 

Maximum Match 100% 
Listing first 45 summaries 



1825181 



Database : 



UniProt_02:* 
1 : uniprot_sprot : * 
2: uniprot trembl:* 



Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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